Wild type mbt-mutant

Fly strains and genetics
The following genotypes were used:
Both the null allele mbt P1 and hypomorphic allele mbt P3 (Schneeberger and Raabe, 2003) were used all through this study.
mbt P1 FRT19A/FRT19AUbiGFP;eyflp (this work), (Newsome et al., 2000) . w,baz 4 FRT9.2/ FRT9.2 UbiGFP; eyflp. (Nusslein-Volhard et al., 1987) .
w,baz XR11 FRT19A/ FRT19A UbiGFP;eyflp and w,baz EH747 FRT19A/ FRT19A UbiGFP;eyflp (Shahab et al., 2015) .
w,baz 4 ,sdt XP96 FRT9.2/ FRT9.2 UbiGFP;eyflp (Muller and Wieschaus, 1996) . (Tepass et al., 1990) ; w, eyflp ; aPKC k06403 FRT42D/ FRT42D UbiGFP (Wodarz et al., 2000) . w,arm 3 FRT101/FRT101 UbiGFP;eyflp (Peifer et al., 1991) . w; EGUF, par1 w3 FRT42D/FRT42D GMR-hid,cl (Shulman et al., 2000) . Injections were performed by BestGene (Chino Hills, CA).
Kinase Assay
GST-tagged Par6, Par6SA146, Arm and ArmSA561,688 were cloned into a pDEST15 vector containing an N-terminal GST tag using the Gateway 
Electron microscopy
Electron microscopy was performed as in (Pinal et al., 2006) using a Tecnai G2 Spirit transmission electron microscope (FEI, The Netherlands) equipped with a Morada CCD camera (Olympus Soft Imaging Systems). Image quantification was performed using iTEM software.
For serial block face scanning electron microscopy, samples were prepared using a combinatorial heavy metal staining protocol involving thiocarbohydrazide, double osmication and en bloc Walton's lead aspartate as described by Ellisman and colleagues; http://ncmir.ucsd.edu/sbfsem-protocol.pdf. Embedded samples were oriented, re-embedded, and regions of interest were identified from 70nm sections examined by TEM. The region of interest was then excised and mounted with cyanoacrylate glue onto specimen pins. These samples were further trimmed before being coated with gold palladium and mounted in the 3View microtome (Gatan, USA). Once aligned, the sample and microtome were returned to the SEM chamber and put under vacuum. The regions of interest on the block face were re-located in the SEM using backscattered electron detection and the imaging and cutting parameters were optimised for each sample. Data sets of 999 sections were collected with section thickness 75-100nm in a Zeiss Sigma FEG-SEM coupled to the Gatan 3View. Data was imported into Amira (VSG, France),
where the cells of interest were manually segmented, reconstructed and rendered in 3D.
